Introduction
============

Migraine is a complex and very common neurological disorder. Several genome-wide significant loci have been described in migraine without explaining its whole genetic complexity. microRNAs are small non-coding RNAs involved in the regulation of gene expression that have become prominent candidates to explain the development of different neurological diseases and have also been described as key regulators in nociception.

Aim
===

To detect microRNA expression differences involved in the susceptibility and chronification of migraine.

Methods
=======

20 migraineurs (5 episodic without aura, 5 chronic without aura, 5 episodic with aura, 5 chronic with aura) and 5 headache-free controls diagnosed by neurologists were included. In order to minimize differences, all 5 groups were homogenous regarding age (average 40.4 ±1.98), sex (3 women, 2 men), and a family history of migraine (first-degree relatives). Patients diagnosed with chronic migraine suffered from more than 15 days/month and patients diagnosed with episodic migraine had 1-2 days/month. Patients with aura suffered from more than 50% of attacks with aura.

RNA was extracted from peripheral blood mononuclear cells (PBMCs), microRNA expression profiles were determined and all possible comparisons were performed.

Results
=======

There were no statistically significant differences in any of the comparisons performed.

Conclusions
===========

This is the first microRNA analysis performed in migraine. The negative results indicate the lack of differences in microRNA expression in PBMCs in migraine. However, gene expression regulatory mechanisms such as microRNAs are tissue and cell specific, suggesting that differences in microRNA expression linked to migraine should be explored in brain tissue.
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